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ESF 2, Figure 1. Enriched ontology term clusters in the chronic fatigue spectrum disorders network. Terms are 
represented by a circle node, with the colors representing cluster identity and their size reflecting the number of input 
genes. One term is used to describe the clusters (colored labels). The thickness of the (bundled) edges linking the 
terms reflects the similarity score (threshold is > 0,3).  The network is constructed and visualized using MetaScape and 
Cytoscape (v3.1.2)  



ESF 2, Figure 2. Heatmap of enriched ontology clusters showing the top-20 functions that were 

overexpressed in the expanded network of patients with chronic fatigue spectrum disorders 

(accumulative hypergeometric p-values)  





ESF 2, Figure 3. Enriched ontology term clusters in the immune subnetwork of chronic fatigue spectrum disorders.
Terms are represented by a circle node, with the colors representing cluster identity and their size reflecting the 
number of input genes. One term is used to describe the clusters (colored labels). The thickness of the (bundled) 
edges linking the terms reflects the similarity score (threshold is > 0.3).  The network is constructed and visualized 
using MetaScape and Cytoscape (v3.1.2)  



ESF 2, Figure 4. Heatmap (top-10) of the enriched WikiPathway terms accumulated in the differently 
expressed proteins of the immune subnetwork of chronic fatigue spectrum disorders 



ESF 2, Figure 5. Heatmap (top-10) of the BioCarta terms accumulated in the differently expressed proteins of 

the expanded immune subnetwork of chronic fatigue spectrum disorders 



Figure 6. Heatmap (top-10) of the KEGG pathways accumulated in the differently expressed 

proteins of the expanded immune subnetwork of chronic fatigue spectrum disorders





ESF 2, Figure 7. Enriched ontology term clusters in the Wnt/catenin subnetwork of chronic fatigue spectrum 

disorders. Terms are represented by a circle node, with the colors representing cluster identity and their size 

reflecting the number of input genes. One term is used to describe the clusters (colored labels). The thickness of 

the (bundled) edges linking the terms reflects the similarity score (threshold is > 0.3).  The network is constructed 

and visualized using MetaScape and Cytoscape (v3.1.2).  



ESF 2, Figure 8. Heatmap of enriched ontology clusters showing the top-20 functions that were overexpressed 

in the Wnt/catenin subnetwork of patients with chronic fatigue spectrum disorders (accumulative 

hypergeometric p-values)  



ESF 2, Figure 9. Heatmap (top-10) of the WikiPathways accumulated in the differently 

expressed proteins of the expanded Wnt subnetwork of chronic fatigue spectrum disorders



ESF 2, Figure 10. Heatmap (top-10) of enriched InterPro domain terms accumulated in the differently expressed 

proteins of the Wnt/catenin subnetwork of chronic fatigue spectrum disorders 



ESF 2, Figure 11. Heatmap (top-10) of enriched cellular component terms accumulated in the differently expressed 

proteins of the Wnt/catenin subnetwork of chronic fatigue spectrum disorders 





ESF 2, Figure 12. Results of GOnet annotation visualization in chronic fatigue spectrum disorders depicting the 

hierarchical structure of GO terms and the hubs and master regulatory transcription factor 
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ESF 2, Figure 13. Results of GOnet annotation visualization in chronic fatigue spectrum disorders depicting the 

hierarchical structure of GO terms and A: downregulated seed genes; B: seed genes of the Wnt/catenin pathways; 

and C: the hotspots in STRING enlarged networks 





ESF 2, Figure 14. An extended network constructed with inBio Discover showing the top Disease Ontology

(DOID) annotations of chronic fatigue spectrum disorders


